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atHAC1     1 DTRHYFCIPCYNESRGDTILAEG------TPMPKARLEKKKNDEETEEWWVQCDKCEAWQ
atHAC12    1 ETRHYFCIPCYNESRGDTILAEG------TSMPKAKLEKKKNDEEIEESWVQCDKCQAWQ
atHAC4     1 ESRHYVCAPCYNEAREKLVFLDG------TSIPKTRLQKKKNDEQVPEGWVQCDKCEAWQ
atHAC5     1 ESRHYVCIPCYNEARANTVSVDG------TPVPKSRFEKKKNDEEVEESWVQCDKCQAWQ
atHAC2     1 NAQHQICSPCHSRCKTKFPLCGV------FIDKHKMLKRSNFDNADTEEWVQCESCEKWQ
hsCBP      1 QNRYHFCEKCFTEIQGENVTLGDDPSQPQTTISKDQFEKKKNDTLDPEPFVDCKECGRKM
mmCBP      1 QNRYHFCGKCFTEIQGENVTLGDDPSQPQTTISKDQFEKKKNDTLDPEPFVDCKECGRKM
hsp300     1 QNRYHFCEKCFNEIQGESVSLGDDPSQPQTTINKEQFSKRKNDTLDPELFVECTECGRKM
dmCBP      1 SNRYTYCQKCFNDIQGDTVTLGDDPLQSQTQIKKDQFKEMKNDHLELEPFVNCQECGRKQ
ceCBP-1    1 TERYTYCQKCFDALPPEGISLSENPNDRNNMAPKTSFTEQKNSVIDYEPFERCKYCMRKW

atHAC1    55 HQICALFNGRRNDGGQAEYTCPYCFIAEVEQSKRKPLPQSAVLGAKDLPRTILSDHIEQR
atHAC12   55 HQICALFNGRRNDGGQAEYTCPYCYVIDVEQNERKPLLQSAVLGAKDLPRTILSDHIEQR
atHAC4    55 HIICALFNSRRNHGESTKYTCPSCYIQEVEQRERRPLPLSAVPGATSLPVTSLSKHLEER
atHAC5    55 HQICALFNGRRNHGQ-AEYTCPNCYIQEVEQGERKPVSQNVILGAKSLPASTLSNHLEQR
atHAC2    55 HQICGLYNKLKDEDKTAEYICPTCLLEECQSINNMALVDYTDSGAKDLPETVLSYFLEQR
hsCBP     61 HQICVLHYDIIWPSG---FVCDNCLKKTGRPRKEN------KFSAKRLQTTRLGNHLEDR
mmCBP     61 HQICVLHYDIIWPSG---FVCDNCLKKTGRPRKEN------KFSAKRLQTTRLGNHLEDR
hsp300    61 HQICVLHHEIIWPAG---FVCDGCLKKSARTRKEN------KFSAKRLPSTRLGTFLENR
dmCBP     61 HQICVLWLDSIWPGG---FVCDNCLKKKNSKRKEN------KFNAKRLPTTKLGVYIETR
ceCBP-1   61 HRICALHDKKVYPEG---FICECCRTAKKYQKPDN------KYLASKLPHNKLSTFLEDR

atHAC1   115 LFKRLKQERTERARAQGKSYDEIPTAESLVIRVVSSVDKKLEVKPRFLEIFREDS-YPTE
atHAC12  115 LFKRLKQERTERARVQGTSYDEIPTVESLVVRVVSSVDKKLEVKSRFLEIFREDN-FPTE
atHAC4   115 LFKKLKEERQERARLQGKTYEEVPGAESLTVRVVASVDKVLEVKERFLELFREEN-YPSE
atHAC5   114 LFKKLKQERQERARLQGKSYEEVPGADSLVIRVVASVDKILEVKPRFLDIFREDN-YSSE
atHAC2   115 LFKRLKEERYQTAKATGKSINDVPEPEGLTLRVVFSADRTLTVNKQFASLLHKEN-FPSE
hsCBP    112 VNKFLRRQNHPEAG-------------EVFVRVVASSDKTVEVKPGMKSRFVDSGEMSES
mmCBP    112 VNKFLRRQNHPEAG-------------EVFVRVVASSDKTVEVKPGMKSRFVDSGEMSES
hsp300   112 VNDFLRRQNHPESG-------------EVTVRVVHASDKTVEVKPGMKARFVDSGEMAES
dmCBP    112 VNNFLKKKEAG-AG-------------EVHIRVVSSSDKCVEVKPGMRRRFVEQGEMMNE
ceCBP-1  112 VNGFIKKQLQAEAHK----Y-------PVIIRTLCVQDKEAEVKAQMKQKYVESNQFPEK

atHAC1   174 FAYKSKVVLLFQKIEGVEVCLFGMYVQEFGSECAFPNQRRVYLSYLDSVKYFRPEVRSYN
atHAC12  174 FPYKSKVVLLFQKIEGVEVCLFGMYVQEFGSECSNPNQRRVYLSYLDSVKYFRPDIKSAN
atHAC4   174 FPYKSKAIFLFQKIENVEVCLFGMFVQEFGTDSGPPNERR----------TFR--TVS--
atHAC5   173 FPYKSKAILLFQKIEGVEVCLFGMYVQEFGTDSASPNQRRVYLSYLDSVKYFRPDVRTVS
atHAC2   174 FPYRSKVILLFQKVHGVDICIFALFVQEFGSECSQPNQRSTYIFYLDSVKYFKPERVTFA
hsCBP    159 FPYRTKALFAFEEIDGVDVCFFGMHVQEYGSDCPPPNTRRVYISYLDSIHFFRPR-----
mmCBP    159 FPYRTKALFAFEEIDGVDVCFFGMHVQDTALIAPHQIQGCVYISYLDSIHFFRPR-----
hsp300   159 FPYRTKALFAFEEIDGVDLCFFGMHVQEYGSDCPPPNQRRVYISYLDSVHFFRPK-----
dmCBP    158 FPYRAKALFAFEEVDGIDVCFFGMHVQEYGSECPAPNTRRVYIAYLDSVHFFRPR-----
ceCBP-1  161 FPYRTKAVFAFEIIDGVEVCFFGLHVQEYGSACPAPNARRVYIAYLDSVHFFQPR-----

atHAC1   234 GEALRTFVYHEILIGYLEYCKLRGFTSCYIWACPPLKGEDYILYCHPEIQKTPKSDKLRE
atHAC12  234 GEALRTFVYHEILIGYLEYCKLRGFTSCYIWACPPLKGEDYILYCHPEIQKTPKSDKLRE
atHAC4   220 GEALRTFVYHEILIGYLDYCKKRGFTSCYIWACPPLKGDDYILYCHPEIQKTPKTDKLRE
atHAC5   233 GEALRTFVYHEILIGYLDYCKKRGFSSCYIWACPPLKGEDYILYCHPEIQKTPKTDKLRE
atHAC2   234 GEALRTFVYHEVLIGYLEYCKLRGFTTSYIWACPPKIGQDYIMYSHPKTQQTPDTKKLRK
hsCBP    214 --CLRTAVYHEILIGYLEYVKKLGYVTGHIWACPPSEGDDYIFHCHPPDQKIPKPKRLQE
mmCBP    214 --CLRTAVYHEILIGYLEYVKKLVYVTAHIWACPPSEGDDYIFHCHPPDQKIPKPKRLQE
hsp300   214 --CLRTAVYHEILIGYLEYVKKLGYTTGHIWACPPSEGDDYIFHCHPPDQKIPKPKRLQE
dmCBP    213 --QYRTAVYHEILLGYMDYVKQLGYTMAHIWACPPSEGDDYIFHCHPTDQKIPKPKRLQE
ceCBP-1  216 --ELRTDVYHELLLGYLDYAKMLGYTMAHIWACPPSEGDDYIFHCHPPEQKIPKPKRLQD

atHAC1   294 WYLAMLRKASKEGIVAETINLYDHFFMQTGECRAKVTAARLPYFDGDYWPGAAEDLIYQM
atHAC12  294 WYLAMLRKAAKEGIVAETTNLYDHFFLQTGECRAKVTAARLPYFDGDYWPGAAEDIISQM
atHAC4   280 WYLAMLRKASKEDVVVECTNLYNHFFVQSGECRANVTAARLPYFDGDYWPSAAEDLLRQM



atHAC5   293 WYLAMLKKASKEKVVVECTNFYDHFFVQSGECRAKVTAARLPYFDGDYWPGAAEDLIDQM
atHAC2   294 WYVSMLQKAAEQRVVMNVTNLYDRFFDST---EEYMTAARLPYFEGSFWSNRAEIMIQDI
hsCBP    272 WYKKMLDKAFAERIIHDYKDIFKQATEDR-----LTSAKELPYFEGDFWPNVLEESIKEL
mmCBP    272 WYKKMLDKAFAERIINDYKDIFKQANEDR-----LTSAKELPYFEGDFWPNVLEESIKEL
hsp300   272 WYKKMLDKAVSERIVHDYKDIFKQATEDR-----LTSAKELPYFEGDFWPNVLEESIKEL
dmCBP    271 WYKKMLDKGMIERIIQDYKDILKQAMEDK-----LGSAAELPYFEGDFWPNVLEESIKEL
ceCBP-1  274 WYKKMLEKGVQEGSVVEFKDIYKQARDDN-----LTTPTQLPYFEGDFWPNVIEDCIREA

atHAC1   354 SQEEDGRKGNKKGMLKKTITKRALKASGQTDLSGNASKDLLLMHRLGETIHPMKEDFIMV
atHAC12  354 SQEDDGRKGNKKGILKKPITKRALKASGQSDFSGNASKDLLLMHKLGETIHPMKEDFIMV
atHAC4   340 NQEDGETKLHRKGLTKKVISKRALKAVGQLDLSLNASKDRLMMQKLGETICPMKEDFIMV
atHAC5   353 SQEEDGKKSNRKLMPKKVISKRALKAVGQLDLSVNASKDLLLMHKLGEIILPMKEDFIMV
atHAC2   351 EREGNNELQKKVKLLSRRKVKTMSYKTTG-DVDVDDVKNILLMEKLEKEVFPNKKDLMVV
hsCBP    327 EQEEEERKKEESTAASETTEGSQGDSKNAKKKNNKKTNKNKSSIS---------------
mmCBP    327 EQEEEERKKEESTAASETPEGSQGDSKNAKKKNNKKTNKNKSSIS---------------
hsp300   327 EQEEEERKREENTSN-ESTDVTKGDSKNAKKKNNKKTSKNKSSLS---------------
dmCBP    326 DQEEEEKRKQAEAAEAAAAANLFSIEENEVSGDGKKKGQKKAKKSNKSKAA---------
ceCBP-1  329 SNEEAQRKVKEDDDDGEDADGGLGGGDSGKKKSSKNKKNNLKKNA---------------

atHAC1   414 HLQPSCTHCCILMVSGNRWVCSQCKHFQICDKCYEAEQRREDRERHPVNFKDKHALY-PV
atHAC12  414 HLQHSCTHCCTLMVTGNRWVCSQCKDFQLCDGCYEAEQKREDRERHPVNQKDKHNIF-PV
atHAC4   400 HLQHCCKHCTTLMVSGNRWVCNHCKNFQICDKCYEVEQNRINIERHPINQKEKHALF-PV
atHAC5   413 HLQHCCKHCCTLMVSGNRWVCNQCKNFQICDKCHEVEENRVEKEKHPVNQKEKHVLY-PV
atHAC2   410 ELNYSCTRCSKAVLSGLRWFCEKCKNLHLCESCYDAGQELPGEHIYKRMDKEKHQLSKVQ
hsCBP    372 -------------------RANKKKPSMPNVSNDLSQKLYATMEKHKEVFFVIHLHAGPV
mmCBP    372 -------------------RANKKKPSMPNVSNDLSQKLYATMEKHKEVFFVIHLHAGPV
hsp300   371 -------------------RGNKKKPGMPNVSNDLSQKLYATMEKHKEVFFVIRLIAGPA
dmCBP    377 ---Q---------------RKNSKKSNEHQSGNDLSTKIYATMEKHKEVFFVIRLHSAQS
ceCBP-1  374 --------------------KMNKKKAGSITGNEVADKLYSQFEKHKEVFFTIRLVSLQN

atHAC1   473 EIMDIPADTRDKDEILESEFFDTRQAFLSLCQGNHYQYDTLRRAKHSSMMVLYHLHNP
atHAC12  473 EIADIPTDTKDRDEILESEFFDTRQAFLSLCQGNHYQYDTLRRAKHSSMMVLYHLHNP
atHAC4   459 AIKDVPTKIEDKDNNLESEFFHNRQAFLNLCQGNNYQYETLRRAKHSSMMILYHLHNP
atHAC5   472 AIDNIPTEIKDNDDILESEFFDTRQAFLSLCQGNHYQYDTLRRAKHSSMMILYHLHNP
atHAC2   470 VNGVLFSTTEDNDIIQENDMFESRQAFLAFSQKHNYNFHTLRHAKHSSMMILHHLHTS
hsCBP    413 INTL-PPI-VDPDPLLSCDLMDGRDAFLTLARDKHWEFSSLRRSKWSTLCMLVELHTQ
mmCBP    413 ISTQ-PPI-VDPDPLLSCDLMDGRDAFLTLARDKHWEFSSLRRSKWSTLCMLVELHTQ
hsp300   412 ANSL-PPI-VDPDPLIPCDLMDGRDAFLTLARDKHLEFSSLRRAQWSTMCMLVELHTQ
dmCBP    419 AASL-API-QDPDPLLTCDLMDGRDAFLTLARDKHFEFSSLRRAQFSTLSMLYELHNQ
ceCBP-1  414 EPAVLAKPISDPDGLMQSDMMDGRDTFLTKAREEHWEFSSLRRAKYSTLCLAYSLHET
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Multiple sequence alignment of the acetyltransferase domains of the CBP type proteins.
The numbers listed in front of the sequences indicates the location in the domain and not in the given
protein sequence.


